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Blast 2 Sequences results 

PubMed Entrez BLAST OMIM T;wonomy Structure 

BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.6 | Apr-09-2003] 



EXHIBIT 



Matrix BLOSUM62 gap open: 11 gap extension: 1 
x_dropoff: 50 expect: 10.0001 wordsize: 3 Filter * 



Align 



Sequence 1 lcl|seq_l Length 1337 (1 1337) ~<=&Q \0 H»M 
Sequence 2 lcl|seq_2 Length 437 (1 .. 437) - \p KO>V 

2 




NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 

Score = 540 bits (1392) , Expect = e-152 

Identities = 288/432 (66%) , Positives = 322/432 (73%) , G aps = 13/432 (3%) 



EZ 



3. 



Query : 


914 


Sbjct : 


1 


Query : 


973 


Sbjct: 


61 


Query : 


1033 


Sbjct : 


118 


Query : 


1093 


Sbjct : 


178 


Query : 


1153 


Sbjct : 


238 


Query : 


1213 


Sbjct : 


298 


Query: 


1273 



MYQSRPGPV VPVQP+RP K F +K DPKDEALAKLGING H P SP + G 
MYQSRPGPVPVPVQPSRPPKAFLRKIDPKDEALAKLGINGAHSSPPMLSPSPGKGPPPAV 6 0 



+L PS SI+EKQGPL DLFG L +P T S E 

APRPKAPLQLGPSSSIKEKQGPLLDLFGQKLPI AHTPPPPPAPPLP LPEDPGTLSAE 117 



LT+P+ED+ +ST+LL PSGSVCFSY 



PWKLFLRKEVFYPRENFSHPY L LLC+Q 



ILRDTF+ESC RISQ+ER KMK LLG LEV L + + L EDS + KKRI WAARDNWANYFSR 



FPVSGESGSDVQLL VSHRGLRLLKVTQ P 



DQLK LCSYS+AEVL V+CRG STL 



ELSLK+EQL+LHTA ARAI+A+V+LFL + EL + KDSGYVIALRS YITD+ SLLSFHRGDLI+ 



LLPV LEPGWQFGSAGGRSGLFP D+VQPAAAPD SFS + P.+ W + 



- KSK 1323 
+ + 



http://www,ncbi.nlm.nih.gov/blast/bl2seq/wblast2.cgi?0 
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<5 NCBI 



Blast 2 Sequences results 



PubMed Entrez BLAST OMIM Taxonomy Structure 

BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.6 lApr-09-2003] 

Matrix BLOSUM62 gap open: 11 gap extension: 1 
x dropoff: 50 expect: 10.0001 wordsize: 3 Filter V | Ali 9 n 

Sequence 1 lcl|seq_l Length 1337 (1 1337) ^ r&W 
Sequence 2 lcl|seq_2 Length 786 (1 786) - <yEQ ID NO* 

l\ 



ST 




NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 
Score = 540 bits (1391) , Expect = e-151 

Identities = 282/408 (69%), Positives = 314/408 (76%), Gaps = 4/408 (0%) 
WWTr ^' m 



Query : 


914 


Sbjct : 


1 


Query : 


973 


Sbjct : 


61 


Query : 


1033 


Sbjct : 


118 


Query : 


1093 


Sbjct : 


178 


Query : 


1153 


Sbjct : 


238 


Query : 


1213 


Sbjct : 


298 


Query : 


1273 



MYQSRPGPV VPVQP+RP K F +K DPKDEALAPCLGING H P SP + G 
MYQSRPGPVPVPVQPSRPPKAFLRKIDPKDEALAKLGINGAHSSPPMLSPSPGKGPPPAV 6 0 

XXXXXXXXRLEPSLSIQEKQGPLRDLFGXXXXXXXXXXXXXXXXXXXXXLSGEPKTPSVE 1032 

+L PS SI+EKQGPL DLFG L +P T S E 

APRPKAPLQLGPSSSIKEKQGPLLDLFGQKLPIAHTPPPPPAPPLP LPEDPGTLSAE 117 



LT+P+ED+ +ST+LL PSGSVCFSY PWKLFLRKEVFYPRENFSHPY L LLC+Q 
RRCLTQPVEDQGVSTQLLAPSGSVCFSYTGTPWKLFLRKEVFYPRENFSHPYYLRLLCEQ 177 



ILRDTF+ESC RISQ+ER KMK LLG LEV L+ + L ED S + KKR I WAARDNWAN Y F S R 
ILRDTFSESCIRISQNERRtCMKDLLGGLEVDLDSLTTTEDSVKf^IWAARDNWANYFSR 2 37 



FPVSGESGSDVQLL VSHRGLRLLKVTQ P 



DQLK LCSYS+AEVL V+CRG STL 



ELSLK+EQL+LHTA ARAI+A+V+LFL+EL+KDSGYVIALRSYITD+ SLLSFHRGDLI+ 



LLPV LEPGWQFGSAGGRSGLFP D+VQPAAAPD SFS +R+ W + 



http://www.ncbi.nlm.nih.gov/blast/bl2seq/wblast2.cgi70 
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g| Blast 2 Sequences results 



P :!)Me< 



Entre; 



BLAST 



OMIM 



Taxonomy 



Structure 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.6 [Apr-09-2003] 

Matrix BLOSUM62 gap open: 11 gap extension: 1 



xjiropofif: 50 expect: 10.000i wordsize: 3 Filter V Ali 9 n 



Sequence 1 lcl|seq_l Length 437 (1 437) - 117 r*W:^c 

Sequence 2 lcl|seq_2 Length 786 (1 786) - ID hlO\(o 

2 




NOTI :The statistics (bitscore and expect value) is calculated based on the size of nr database 

Score = 711 bits (1836), Expect = 0.0 

Identities = 365/404 (90%), Positives = 365/404 (90%) 



Query : 2 0 KAFLRKIDPKDEALAKLGINGXXXXXXXXXXXXXXXXXXXXXXXXXXXLQLGPSSSIKEK 7 9 

KAFLRKIDPKDEALAKLGING LQLGPSSS IKEK 

Sbjct : 2 0 KAFLRKIDPKDEALAKLGINGAHSSPPMLSPSPGKGPPPAVAPRPKAPLQLGPSSSIKEK 7 9 

Query: 8 0 QGPLLDLFGQKLPIAHTXXXXXXXXXXXXEDPGTLSAERRCLTQPVEDQGVSTQLLAPSG 13 9 

QGPLLDLFGQKLPIAHT EDPGTLSAERRCLTQPVEDQGVSTQLLAPSG 
Sbjct : 80 QGPLLDLFGQKLPIAHTPPPPPAPPLPLPEDPGTLSAERRCLTQPVEDQGVSTQLLAPSG 13 9 

Query: 140 SVCFSYTGTPWKLFLRKEVFYPRENFSHPYYLRLLCEQILRDTFSESCIRISQNERRKMK 199 

SVCFSYTGTPWKLFLRKEVFYPRENFSHPYYLRLLCEQILRDTFSESCIRISQNERRKMK 
Sbjct: 140 SVCFSYTGTPWKLFLRKEVFYPRENFSHPYYLRLLCEQILRDTFSESCIRISQNERRKMK 199 



Query: 2 00 DLLGGLEVDLDSLTTTEDSVKKRIWAARDNWANYFSRFFPVSGESGSDVQLLAVSHRGL 25 9 

DLLGGLEVDLDSLTTTEDSVKroiWAARDNWANYFSRFFPVSGESGSDVQLLAVSHRGL 
SbjCt: 200 DLLGGLEVDLDSLTTTEDSVKP^IWAARDNWANYFSRFFPVSGESGSDVQLLAVSHRGL 259 



Query: 260 RLLKVTQGPGLRPDQLKILCSYSFAEVLGVECRGGSTLELSLKSEQLVLHTARARAIEAL 319 

RLLKVTQGPGLRPDQLKILCSYSFAEVLGVECRGGSTLELSLKSEQLVLHTARARAIEAL 
Sbjct: 260 RLLKVTQGPGLRPDQLKILCSYSFAEVLGVECRGGSTLELSLKSEQLVLHTARARAIEAL 319 

Query: 320 VELFLNELKKDSGYVIALRSYITDNCSLLSFHRGDLIKLLPVATLEPGWQFGSAGGRSGL 379 

VELFLNELKKDSGYVIALRSYITDNCSLLSFHRGDLIKLLPVATLEPGWQFGSAGGRSGL 
Sbjct: 320 VELFLNELKKDSGYVIALRSYITDNCSLLSFHRGDLIKLLPVATLEPGWQFGSAGGRSGL 379 

Query: 38 0 FPADIVQPAAAPDFSFSKEQRSGWHKGQLSNGEPGLARWDRASE 423 
FPADIVQPAAAPDFSFSKEQRSGWHKGQLSNGEPGLARWDRASE 



http://\v\vw.ncbi.nlm.nih.gov/blast/bl2seq/wblast2.cgi?0 
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ol Blast 2 Sequences results 



PubMed 



Entrtv 



BLAST 



OMIM 



Taxonomy 



Structure 



BLAST 2 SEQUENCES RESULTS VERSION BLASTN 2.2.6 |Apr-09-2003| 

Match: 1 Mismatch: -2 gap open: 5 gap extension :_2 



x_dropoff: 50 expect: 10.000i wordsize: 11 Filter' Ali 9 n 



Sequence 1 lcljseq 1 Length 6293 (1 .. 6293) - It? i<D: Z 

Sequence 2 lcljseq 2 Length 4375 (1 .. 4375) - \t? NO:?? 

2 



31 



J I 




NOT I :The statistics (bitscore and expect value) is calculated based on the size of nr database 

\( > 1 I :If protein translation is reversed, please repeat the search with reverse strand of the query 
sequence 

Score = 4936 bits (2567), Expect = 0.0 
Identities = 2567/2567 (100%) 
Strand = Plus / Plus 



Query : 1 cgctgggactgtcacctaccaggtgcacaagttcataaacagaaacaggggccacctgga 6 0 

I M I I I ; I I i I I ! I MM I I i : I I I I M 

Sbjct : 1 cgctgggactgtcacctaccaggtgcacaagttcataaacagaaacaggggccacctgga 60 
Query : 6 1 ccccgctgtgctggagatgctcaggcagagccagctgcaggtgacctagccttcctttca 12 0 

MiiMiiiiiiiiiiiiiiiiiiiiMiiiiiiiiiiiiiiiiiiiiiiiiiiMiii! 

Sbjct: 61 ccccgctgtgctggagatgctcaggcagagccagctgcaggtgacctagccttcctttca 12 0 
Query: 121 gctcatgggcagcctgttccaagaagcagagccccaggctgggactgagcaaaacaaacc 180 

! I ! I I ! ; I , I ! I I I I I I I I I 1,1 : u I I 

Sbjct: 121 gctcatgggcagcctgttccaagaagcagagccccaggctgggactgagcaaaacaaacc 18 0 



Querv : 181 cacattggcctctcgattccagcagaccctgggtgacttgctagctcggctaggcagcag 24 0 

IMIIIIIIIEMIIIIMIIIIIIIMIIIIIIIIIIIIIIIIIMIMIIIMIIMI 

Sbj ct : 181 cacattggcctctcgattccagcagaccctgggtgacttgctagctcggctaggcagcag 24 0 



htlp://Av\vw.ncbi.nlm.nih.gov/blast/bl2seq/\vblast2.cgi?0 
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JT1 Blast 2 Sequences results 



Pi, h Med 



Entre 



BLAST 



OMIM 



Taxonomy Structure 



BLAST 2 SEQUENCES RESULTS VERSION BLASTN 2.2.6 [Apr-09-2003] 

Match: 1 Mismatch: -2 gap open: 5 gap extension:^ 

x_dropoff: 50 expect: 10.000t wordsi/e: 11 Filter Z | Ali 9 n 



Sequence 1 lcl|seq_l Length 6293 ( 1 6293) -^Et* IP KO:Z 
Sequence 2 lcl|seq_2 Length 4174(1 ..4174)- \p t^\D^ 



. nan 



JOL 



JDDL 



JDL 




NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 

NO TE:If protein translation is reversed, please repeat the search with reverse strand of the query 
sequence 

Score = 771 bits (401), Expect = 0.0 
Identities = 735/902 (81%) 
Strand = Plus / Plus 

r- u - ^- ^i 



Query: 3156 cacccccgcctccaccagcactcccaccgcctctgtctggggagcccaagaccccttcag 3215 

IIIMII I I I I I I 1 1 I Ml I I III II Mill Mill 

Sbjct: 847 cacccccacctccaccagcgccaccactgcctctgcccgaggacccagggaccctttcag 906 
Query: 3216 tggagtctcatgccttgacagagcccatggaggacaagaacatctccacaaagctccttg 3275 

Ml M I III IM lilt II II IIIMII MM II I 

Sbjct: 907 cagagcgtcgttgcttgacacagcccgtggaggaccagggggtctccacccagctactcg 966 
Query : 32 76 tgccctctggaagtgtgtgct tctcctatgccaatgcaccctggaagttgttcttacgca 3 335 

I M II M MIIIMI II I II Mill! 

Sbjct: 967 cgccctctggcagcgtgtgc t tctcctacaccggcacgccctggaagttgttcctacgca 1026 



http://www.ncbi.nlrn.nih.gov/blast/bl2seqAvblast2.cgi70 
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Blast 2 Sequences results 



PubMed 



Entrez 



BLAST 



OMIM 



Taxonomy 



Structure 



BLAST 2 SEQUENCES RESULTS VERSION BLASTN 2.2.6 [Apr-09-2003| 

Match: 1 Mismatch: -2 gap open: 5 gap extension: 2 



x dropoff: 50 expect: 10.0001 wordsize: 11 Filter V | Ali 9 n 



Sequence 1 lcl|seq_l Length 4375 (1 .. 4375) ~<=?£Q, 117 riW-?? 
Sequence 2 lcl|seq_2 Length 3780(1 3780) -^BQ IV NV : & 



JZL 




NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 

NOTE:If protein translation is reversed, please repeat the search with reverse strand of the query 
sequence 



Score = 771 bits (401) , Expect 
Identities = 735/902 (81%) 
Strand = Plus / Plus 



0 . 0 



Query: 3156 cacccccgcctccaccagcactcccaccgcctctgtctggggagcccaagaccccttcag 3215 

Mi MIT I 1 1 1 1 I I I Ml II Mill Mill 

Sbjct: 847 cacccccacctccaccagcgccaccactgcctctgcccgaggacccagggaccctttcag 906 
Query : 3 216 tggagtctcatgccttgacagagcccatggaggacaagaacatctccacaaagctccttg 32 75 

Ml II I I Mill llllllll II Mi MM M I 

Sbjct : 907 cagagcgtcgttgcttgacacagcccgtggaggaccagggggtctccacccagctactcg 966 
Query : 3 2 76 tgccctctggaagtgtgtgcttctcctatgccaatgcaccctggaagttgttcttacgca 333 5 

MMIMM II MMMMIIMM II I MMMIMMIMI MUM 

Sbjct: 967 cgccctctggcagcgtgtgcttctcctacaccggcacgccctggaagttgttcctacgca 1026 
Query : 3 336 aggaggtgttctacccccgggagaacttcagtcatccatactgcctcagtctcctctgcc 3 3 95 

MM 1 MMMMIIMM Mill MM III M I I I ! I 1 I I 

Sbjct : 1027 aggaggtgttctacccacgggagaacttcagccatccctactacctgaggctcctctgtg 1086 



http://www.ncbi.nlm.nih.gov/blast/bl2seq/wblast2.cgi70 
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PubMed 



Entre. 



BLAST 



OMIM 



Taxonomy 



Structure 



BLAST 2 SEQUENCES RESULTS VERSION BLASTN 2.2.6 [Apr-09-2003| 

Match: 1 Mismatch: -2 gap open: 5 gap extension: 2 



Align 



x_dropoff: 50 expect: 10. 000< wordsize: 11 Filter y 

Sequence 1 lcl|seq_l Length 6293 ( 1 6293) - It? NP- 2. 

Sequence 2 lcl|seq_2 Length 3780 ( 1 3780) - ^£g? \C? rstO'.-f 



JOOL 



jtjl 




NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 

NOTE:If protein translation is reversed, please repeat the search with reverse strand of the query 
sequence 

Score = 771 bits (401), Expect = 0.0 
Identities = 735/902 (81%) 
Strand = Plus / Plus 



Query: 3156 cacccccgcctccaccagcactcccaccgcctctgtctggggagcccaagaccccttcag 3215 

lllllll III ! 1 1 1 1 III I I III II Mill Mill 

Sbjct: 847 cacccccacctccaccagcgccaccactgcctctgcccgaggacccagggaccctttcag 906 

Query: 3216 tggagtctcatgccttgacagagcccatggaggacaagaacat ctccacaaagctccttg 3275 

III II I M Mill II II lllllll MM II I 

Sbjct: 907 cagagcgtcgttgcttgacacagcccgtggaggaccagggggtctccacccagctactcg 966 

Query: 3276 tgccctctggaagtgtgtgcttctcctatgccaatgcaccctggaagttgttct tacgca 3335 

1 1 1 1 1 1 1 1 1 M M in ii i 1 1 1 1 1 1 M 1 1 1 M 1 1 M 1 1 1 1 

Sbjct: 967 cgccctctggcagcgtgtgcttctcctacaccggcacgccctggaagttgttcctacgca 1026 

Query: 3336 aggaggtgttctacccccgggagaacttcagtcatccatactgcctcagtctcctctgcc 3395 



http://www.ncbi.nlm.nih.gov/blast/bl2seq/wblast2.cgi70 
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JT1 Blast 2 Sequences results 



PubMod 



Entre 



BLAST 



OMIM 



Taxonomy 



Structure 



BLAST 2 SEQUENCES RESULTS VERSION BLASTN 2.2.6 [Apr-09-2003| 

Match: 1 Mismatch: -2 gap open: 5 gap extension:_2 

x_dropoff: 50 expect: 10.000* wordsize: 11 Filter y 



Align 



Sequence 1 lcl|seq_l Length 4375 (1 4375) -^ECR lp NV'^ 
Sequence 2 lcl|seq_2 Length 4174(1 ..4174) - ^BQ. »1? 

2 



JDDL 




NOTE:The statistics (bitscore and expect value) is calculated based on the size of nr database 

N()Tl::If protein translation is reversed, please repeat the search with reverse strand of the query 
sequence 

Score = 771 bits (401), Expect = 0.0 
Identities = 735/902 (81%) 
Strand = Plus / Plus 



JZHHIE3i^BL 



Query : 315 6 cacccccgcctccaccagcactcccaccgcct ctgtctggggagcccaagaccccttcag 3 215 

lllllll MIMIIMM I 1 1 1 1 I i I ! 1 1 1 I I Ell II Mill Mill 

Sbjct : 847 cacccccacctccaccagcgccaccactgcctctgcccgaggacccagggaccctttcag 906 
Query: 3216 tggagtctcatgccttgacagagcccatggaggacaagaacatctccacaaagctccttg 3275 

Ml II I lllllll Mill 1 1 1 1 1 ! 1 1 II lllllll MM II I 

Sbjct : 907 cagagcgtcgttgcttgacacagcccgtggaggaccagggggtctccacccagctactcg 966 



Query : 3276 tgccctctggaagtgtgtgct tctcctatgccaatgcaccctggaagttgttct tacgea 3 3 35 

1 1 ! 1 1 1 1 1 ! II 11:1 II I III MUM 

Sbjct: 967 cgccctctggcagcgtgtgc ttct cctacaccggcacgccctggaagt tgt tec tacgea 1026 
Query: 3336 aggaggtgttctacccccgggagaacttcagtcatccatactgcctcagtctcctctgcc 3395 

1 1 II II II 1 1 I 1 1 1 1 1 IIIIMMIIIMI Mill MM III II I 

Sbjct: 1027 aggaggtgttctacccacgggagaacttcagccatccctactacctgaggctcctctgtg 1086 



http://www.ncbi. nlm.nih.gov/blast/bl2seq/wblast2.cgi?0 
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r| Blast 2 Sequences results 



PubMed 



Entrez 



BLAST 



O M I M T; ) .-■ o n o m y S t r u ct u re 

BLAST 2 SEQUENCES RESULTS VERSION BLASTN 2.2.6 [ Apr-09-2003j 

Match: 1 Mismatch: -2 gap open: 5 gap extension: 2 
xdropoff: 50 expect: 10.0001 wordsi/e: 11 Filter V [ANgnJ 

Sequence 1 lcl|seq_l Length 4174(1 ..4174)-^E^ U7 NO:5 
Sequence 2 lcl|seq_2 Length 3780(1 ..3780)^^6^ IP NV % -Tr 

2 




NOTE: The statistics (bitscore and expect value) is calculated based on the size of nr database 

NOTE :If protein translation is reversed, please repeat the search with reverse strand of the query 
sequence 



Score = 3673 bits (1910), Expect = 0.0 
Identities = 1924/1926 (99%), Gaps = 2/1926 (0%) 
Strand = Plus / Plus 



mm,? 



r "y-'"'"\ 



Query: 2222 agcgccctgcccacccttggagccaggcacacagtgacgactcggaggccaccagcctgt 2281 

MIIIIIMMIIMIMMIIIIIIIIIIIIIIIIIIIIMIIMIMIIIMIIIII! 

Sbjct: 1828 agcgccctgcccacccttggagccaggcacacagtgacgactcggaggccaccagcctgt 1887 

Query: 2282 cctctgtggcctatgcctttctgcccgactcccacagctacaccatgcaggaattcgccc 2341 

MMIMIIIIIIIIIMMIIIMMIIIIIIIIIMIMIIIIMIIIMIIIIIIM 

Sbjct: 1888 cctctgtggcctatgcctttctgcccgactcccacagctacaccatgcaggaattcgccc 1947 



Query: 2342 ggcgttacttccggaggt cccaggccttgctgggccagactgatggaggtgccgcaggaa 2401 

IMIMMIIIIIIMMIMIIMMIIMIIIIIIIIIIIIIIIIIIIIIMIIIIII 

Sbjct : 1948 ggcgttacttccggaggtcccaggccttgctgggccagactgatggaggtgccgcaggaa 2007 
Query: 2402 aggacacggacagcctggtgcagtacaccaaggctcccatccaggagtcgctcctcagcc 2461 

li M 1/ 11 Ml !',' !! 

Sbjct: 2008 aggacacggacagcctggtgcagtacaccaaggctcccatccaggagtcgctcctcagcc 2067 



http://www.ncbi.nlm.nih.gov/blast/bl2seq/wblast2.cgi'. ) (i 



9/10/2003 



